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The Central Question



Why don’t all carriers of human leukocyte antigen (HLA)
associated risk alleles develop drug hypersensitivity and

allergic diseases?



The Approach



Can electronic health record (EHR)-linked biobanks be
used to uncover the incomplete penetrance of HLA risk
alleles for drug hypersensitivity and allergic diseases?



Disease Focus



HLA-A*32:01 associated vancomycin drug reaction with
eosinophilia and systemic symptoms (DRESS)
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Skills that you can learn



Immunogenomics
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Questions and Thank you!

390K

Contact
matthew.s.krantz@vumc.org

HLA
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